ABSTRACT Here, we introduce the genome of Sebago, a 43,878-bp siphophage that infects Staphylococcus aureus. Sebago carries 70 proteins and is most closely related to StauST398, a Phietavirus.
PhageTerm predicts a headful packaging mechanism for this phage (20) . In progressiveMauve and BLASTp comparisons, Sebago has 77.4% overall nucleotide identity and 54 genes similar to those of another S. aureus siphophage, StauST398 (GenBank accession no. JQ973847) (21, 22) . StauST398, a Phietavirus, has a genome size, total number of genes, and GϩC content similar to those of Sebago.
Interestingly, in the Sebago genome, the putative tape measure protein (GenBank accession no. QBQ72253) is adjacent to the predicted tail assembly chaperone (QBQ72255) and its frameshifted product (QBQ72254), similar to the phage lambda G/GT chaperone system (23) .
Data availability. The genome sequence and associated data for phage Sebago were deposited under GenBank accession no. MK618716, BioProject accession no. PRJNA222858, SRA accession no. SRR8869228, and BioSample accession no. SAMN11360406.
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